Rodents were examined for Bartonella spp. DNA by using a PCR and primers CS443f and CS1210r specific for a 767-bp fragment of the citrate synthase gene (5) . Screening for plague was performed by using PCR primers Yp1 and Yp2 specific for a plasminogen activator protein (pla) encoded by the Y. pestis-specific pPLA plasmid (6) .
New and published Bartonella spp. and Y. pestis sequences were obtained from GenBank and compared by using the nucleotide-nucleotide basic local sequence alignment tool (BLAST) (blastn) program (www. ncbi.nlm.nih.gov/Class/MLACourse/ Modules/BLAST/nucleotide_blast. html). The χ 2 test was used to determine statistical differences in the prevalence of both pathogens among host species and villages.
Overall prevalences for Y. pestis and Bartonella spp. were 17.9% and 21.4%, respectively (Table) . Co-infections with both bacteria were found in 3 (10.7%) rodents: 2 Hylaeamys perenensis rodents and 1 Oecomys spp. rodent. Bartonella prevalence was higher in H. perenensis rats than in Rattus rattus rodents (p<0.001). Rodents positive for Bartonella spp. were found in the 3 study villages, and prevalence for Aguas Calientes was higher than that for Alto Ivochote (p<0.001). One of 8 rodents trapped inside houses and 1 of 2 rodents trapped at peridomestic sites were positive for Bartonella spp.
Sequence analysis identified 3 citrate synthase gene sequences (GenBank accession nos. KF021602-KF021604) that had 98% and 99% sequence similarity to genotypic variant A3 of the undescribed Bartonella genogroup A, which was obtained from Oryzomis palustris rats in the southeastern United States (7). One genotype (isolate B259) was identified in H. perenensis rats, and 2 other genotypes were identified in 1 H. perenensis rodent and 1 Oecomys spp. rodent (isolates B273 and B280, respectively).We propose that the genotype of isolates B273 and B280 is variant A6 and the genotype of isolate B259 is variant A7. A previous study reported that the A, B, and C genogroups contain independent species (8) .
The pla amplicons (GenBank accession nos. KF214264-KF214266) had 98% sequence identity with Y. pestis reference sequences. Plague prevalence was higher in H. perenensis rats than in R. rattus rats (p<0.05). Infected rodents were found in all villages studied except Yomentoni, and prevalence in Aguas Calientes was higher than in Alto Ivochote (p<0.01). Two (25%) of 8 rodents trapped inside houses were infected with Y. pestis.
This study suggests that infections of rodents with Bartonella spp. and Y. pestis are common and widespread throughout the Echarate District. It also shows the role of H. perenensis and Oecomys spp. rodents as reservoirs of both pathogens. This role was confirmed by amplifying the chromosomal ferric iron uptake regulation gene by using PCR primers Ypfur1 and Ypfur2, as described by Hinnebusch et al. (9) . The epidemiologic role of rodent-borne Bartonella spp. as a cause of disease in humans is emerging in the Americas. This role has been suggested by identification of a novel rodent-associated Bartonella strain causing febrile illness in the 
